HPLC traces.
AIP-I D5N
AIP-I D5A tAIP-I Minutes   0  2  4  6  8  10  12  14  16  18  20  22  24  26  28  30  32  34  36  38  40   mAu   0   1000   2000   3000 100.000 14207108 Minutes   0  2  4  6  8  10  12  14  16  18  20  22  24  26  28  30  32  34  36  38  40   mAu   0   250   500   750   1000 100.000 4214770
19.304

21.748
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Biological assay data.
β-lactamase agonism dose response curves.
Peptides were screened over varying concentrations in the indicated S. aureus reporter strains for AgrC receptor agonism. Each dose response experiment was performed in triplicate on three separate occasions. Each plot below is labeled with the appropriate peptide name in bold at top left. Error bars indicate standard error of the mean of triplicate values. See Experimental Section for details of methods and strains. None of the peptides in this study could activate the S. aureus group-II or -IV reporter strains. 
S. aureus RN9222 (group-I, AgrC-I reporter)
10
S. aureus AH1677 (group-I, AgrC-I reporter)
10
S-10
Tables of NMR chemical shift assignments, numbers of assigned ROEs, and RMSD values. 
Additional images of calculated peptide structures.
Figure S-1. Images of the heavy atom 10-structure ensembles for A) AIP-I D5A and B) AIP-I D5N. For all structures, carbon is silver, oxygen is red, nitrogen is blue, and sulfur is yellow. Residue labeled in cyan is the altered residue in each analog. C) Overlay of the heavy atom lowest energy structures for AIP-I (tan), AIP-I D5A (cyan) and AIP-I D5N (magenta). Image of the heavy atom 10-structure ensemble of AIP-III D4N. Carbon is silver, oxygen is red, nitrogen is blue, and sulfur is yellow. Residue labeled in cyan is the altered residue.
